Summary -Restriction fragment length polymorphism detected with the 33.6 minisatellite probe (Jeffreys et al, 1985) 
INTRODUCTION
It is now well established that the genome of a number of animal and plant species contains regions that are highly variable, among which are the minisatellites. These regions are detected by probes from a different origin containing sequences several base-pairs long, tandemly repeated. Initially, highly polymorphic patterns displaying a large number of fragments on Southern blots resulting from variation in the number of tandem repeats and called fingerprints were obtained in man by Jeffreys et al (1985) . These authors used a repeat found in the second intron of the myoglobin gene to design a probe that revealed related human sequences, some of which were themselves later used as probes. This was the case for the 33.6 and 33.15 regions that revealed extensive polymorphism in a number of organisms. Other probes containing repeated sequences such as a sequence from the M13 bacteriophage (Vassart et al, 1987) , a sequence homologous to the Drosophila Per gene (Shin et al, 1985) , in the 3' region of the a globin gene (Jarman et al, 1986) and a number of others, cloned from the human genome (see for example Nakamura et al, 1987) , were found to detect very high levels of polymorphism.
In pets and domestic farm animals, polymorphisms were found in dogs and cats (Jeffreys and Morton 1987) , in cattle (Georges et al, 1988) , in poultry (Hillel et al, 1989) , in sheep (Drinkwater et al, 1990 ) and in pigs (Coppieters et al, 1990) (Georges et al, 1988; Massina et al, 1989; Troyer et al, 1989; Bernoco and Byrns, 1991; Broad et al, 1991; Hopkins et al, 1991; Ellegren et al, 1992; Giulotto et al, 1992; Mariat et al, 1992 (Botstein et al, 1980) (Bowling and Clark 1985; Gu6rin and M6riaux, 1986; Ellegren et al, 1992) . Conversely, the Arab sample is the most heterogeneous of the 4 breeds. At the second locus in the population sample, identification of alleles was rendered somewhat hazardous due to the low power of resolution in this part of the gel. Bands were found to be less distinct with variable intensities and levels of migration heterogeneous. These characteristics were much less important in the families probably because animals were interrelated, thus reducing the variability observed in unrelated animals of the same breed.
In spite of some limits imposed by the resolution of the technique, the high polymorphism detected with the 33.6 probe makes it a very useful marker for horse identification and linkage analysis in this species.
